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TAQ DRA POLYMERASE SEQUENCE 
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380 400 420 

GTCCTG^^CAGCCTGGCCAAGAAGGCGGAAAAGGAGGGCTACGAGGTCCGCATCCTCACC 

ValLeuAlaSerLeuAlaLysLysAlaGluLysGluGlyTyrGluValArglleLeuThr 
121 

440 460 480 

GCCGACAAAGACCTTTACCAGCTCCTTTCCGACCGCATCCACGTCCTCCACCCCGAGGGG 

AlaAspLysAspLeuTyrGlnLeuLeuSerAspArglleHisValLeuHisProGluGly 

500 520 540 

Asp718 

TACCTCATCACCCCGGCCTGGCTTTGGGAAAAGTACGGCCTGAGGCCCGACCAGTGGGCC 

TyrLeuIleThrProAlaTrpLeuTrpGluLysTyrGlyLeuArgProAspGlnTrpAla 
161 

560 580 600 

. • • • • • 

GACTACCGGGCCCTGACCGGGGACGAGTCCGACAACCTTCCCGGGGTCAAGGGCATCGGG 

AspTyrArgAlaLeuThrGlyAspGluSerAspAsnLeuProGlyValLysGlylleGly 

620 640 ' 660 

Hindi I I 

• •••>• 
GAGAAGACGGCGAGGAAGCT7CTGGAGGAGTGGGGGAGCCTGGAAGCCCTCCTCAAGAAC 
GluLysThrAlaArgLysLeuLeuGluGluTrpGlySerLeuGluAlaLeuLeuLysAsn 
201 

680 700 ,720 

CTGGACCGGCTGAAGCCCGCCATCCGGGAGAAGATCCTGGCCCACATGGACGATCTGAAG 
LeuAspArgLeuLy sProAlal leArgGluLy s IleLeuAlaHisMetAspAspLeuLy s 

740 760 780 

CTCTCCTGGGACCTGGCCAAGGTGCGCACCGACCTGCCCCTGGAGG 

LeuSerTrpAspLexiAlaLysValArgThrAspLeuProLeuGluValAspPheAlaLys 
241 

800 820 840 

AGGCGGGAGCCCGACCGGGAGAGGCTTAGGGCCTTTCTGGAGAGGCTTGAGTTTGGCAGC 
AxgArgGluProAspArgGluArgLeuArgAlaPheLeuGluArgLeuGluPheGlySer 
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860 880 900 

BstXI 

CTCCTCCACGAGTTCGGCCTTCTGGAAAGCCC^ 

LeuLeuHisGluPheGlyLeuLeuGluSerProLysAlaLeuGluGluAlaProTrpPro 
281 290 

920 940 960 

CCGCC6GAAGGGGCCTTCGTGGGCTTTGTGCTTTCCCGCAAGGAGCCCATGTGGGCCGAT 
ProProGluGlyAlaPheValGlyPheValLeuSerArgLysGluProMetTrpAlaAsp 

980 1000 1020 

CTTCTGGCCCTGGCCGCCGCCAGGGGGGGCCGGGTCCACCGGGCCCCCGAGCCTTATAAA 

LeuLeuAlaLeuAlaAlaAlaArgGlyGlyArgValHisArgAlaProGluProTyrLys 
321 

1040 1060 1080 

GCCCTCAGGGACCTGAAGGAGGCGCGGGGGCTTCTCGCCAAAGACCTGAGCGTTCTGGCC 

AlaLeuArgAspLeuLysGluAlaAxgGlyLeuLeuAlaLysAspLeuSerValLeuAla 

1100 1120 1140 

CTGAGGGAAGGCCTTGGCCTCCCGCCCGGCGACGACCCCATGCTCCTCGCCTACCTCCTG 

LeuArgGluGlyLeuGlyLeuProProGlyAspAspProMetLeuLeuAlaTyrLeuLeu 
361 

1160 1180 1200 

GACCCTTCCAACACCACCCCCGAGGGGGTGGCCCGGCGCTACGGCGGGGAGTGGACGGAG 

AspProSerAsnThrThrProGluGlyValAlaArgArgTyrGlyGlyGluTrpThrGlu 

1220 1240 1260 

GAGGCGGGGGAGCGGGCCGCCCTTTCCGAGAGGCTCTTCGCCAACCTGTGGGGGAGGCTT 
G 1 uAl aG 1 y GluArgAl aAl aLeuSe rG luAr gLeuPheAl aAs nLeuTrpGl yAr gLeu 
401 

1280 1300 1320 

• • • • * * 

GA6GG6GASGAGAG6CTCCTTTGGCTTTACC6GGAGGTGGA 

GluGlyGluGluArgLeuLeuTrpLeuTyrArgGluValGlxiArgProLeuSerAlaVal 
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1340 1360 1380 

CTGGGCGACMXGGAGGCCACGGGGGTGCGCCTGGA^ 

I^uAlaHisMetGluAlaThrGlyValArgLeuAspValAlaTyrLeuArgAlaLeuSer 
441 

1400 1420 1440 

Xhol 

CTGGAGGTGGCCGAGGAGATCGCCXXTCCr^^ 

LeuGluValAlaGluGluIleAlaArgLeuGluAlaGluValPheArgLeuAlaGlyHis 



1460 1480 1500 

PvuII 

• ••••• 

CCCTTCAACCTCAACTCCCGGGACCAGCTGGAAAGGGTCCTCTTTGACGAGCTAGGGCTT 

ProPheAsnLeuAsnSerArgAspGlnLeuGluArgValLeuPheAspGluLeuGlyLeu 
481 

1520 1540 1560 

• ••••• 

CCCGCCATCGGCAAGACGGAGAAGACCGGCAAGCGCTCCACCAGCGCCGCCGTCCTGGAG 

ProAIalleGlyLysThrGluLysThrGlyLysArgSerThrSerAlaAlaValLeuGlu 



1580 1600 1620 

PstI Sad 
• ••••• 

GCCCTCCGCGAGGCCCACCCCATCGTGGAGAAGATCCTGCAGTACCGGGAGCrCACCAAG 

AlaLeuArgGluAlaHisProIleValGluLysIleLeuGlnTyrArgGluLeuThrLys 

521 

1640 1660 1680 

CTGAAGAGCACCTAJCATTGACCCCTTGCCGGACCTCATCCACCCCAGGACGGGCCGC 
LeuLysSerThrTyrlleAspProLeuProAspLeuIleHisProArgThrGlyArgLeu 



1700 1720 1740 

• ••••• 

CACACCCGCTTCAACCJtfSACGGCCJ^^ 

HisThrArgPheAsnGlnThrAlaThrAlaThrGlyArgLeuSerSerSerAspProAsn 
561 

1760 1780 1800 

BamHI 

CTCCAGAACATCCCXXrrCCGCACCC^ TCCGCCGGGCCTTCATCGCC 
LeuGlnAsnlleProValArgThrProLeuGlyGlnArglleArgArgAlaPhelleAla 
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1820 1840 1860 

Sac I 

GAGGAGGGGTGGCTATTGGTGGCCCTGGACTATAGCCAGATA^GCTCAGGGTGCTGGCC 

GluGluGlyTrpLeuLeuValAlaLeuAspTyrSerGlnlleGluLeuArgValLeuAla 
601 

1880 1900 1920 

CACCTCTCCGGCGACGAGAACCTGATCCGGGTCTTCCAGGAGGGGCGGGAC^ 

HisLeuSerGlyAspGluAsnLeuIleArgValPheGlnGluGlyArgAspIleHisThr 

1940 1960 1980 

PvuII 

GAGACCGCCAGCTGGATGTTCGGCGTCCCCCGGGAGGCCGTGGACCCCCTGATGCGCCGG 
GluThrAlaSerTrpMetPheGlyValProArgGluAlaValAspProLeuMetArgArg 
641 



2000 2020 2040 

• • • • • » 

GCGGCCAAGACCATCAACTTCGGGGTCCTCTACGGCATGTCGGCCCACCGCCTCTCCCAG 

Ai aAIaLysThrlleAsnPheGlyValLeuTyrGlyMetSerAlaKisArgLeuSerGln 

2060 2080 2100 

Nhel 

GAGCTAGCGATCCCTTACGAGGAGGCCCAGGCCTTCATTGAGCGCTACTTTCAGAGCTTC 
GluLeuAlalleProTyrGluGluAlaGlnAlaPhelleGluArgTyrPheGlnSerPhe 
681 

9 

2120 2140 2160 

CCCAAGGTGCGGGCCTGGATTGAGAAGACCCTGGAGGAGGGCAGGAGGCGGGGGTACGT G 

ProLysValArgAlaTrpIleGluLysThrLeuGluGluGlyArgArgArgGlyTyrVal 

2180 2200 2220 



GAGACCCTCTTCGX3CCGCCGCCGCTACGTGCCAGACCTAGAGGCCCGGGTGAAGAGCGTG 
GluThrLeuPheGlyArgArgArgTyrValProAspLeuGluAlaArgValLysSerVal 
721 
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2240 2260 2280 

CGGGAQGCGGCCGAGCGCJWTGGCCTTCAACA^ 

ArgGluAlaAlaGluArgMetAlaPiaeAsnMetProValGlnGlyThrAlaAlaAspLeu 
741 

2300 2320 2340 

JLTGAAGCTGGCTATGGTGAAGCTCTT^CCCAGGCTGGAiSGAAATGGGGGCCAGGATGCTC 

MetLysLeuAlaMetValLysLeuFheProArgLeuGluGlxiMetGlyAlaArgMetLeu 



2360 2380 2400 

CTTCAGGTCCACGACGAGCTGGT CL 'IZ tL '^^ 

LeuGlnValHisAspGluLeuVallLeas^ 
781 



2420 2440 2460 

CGGCTGGCCAAGGAGGTCATGGAGGSlSErGTATCCCCTGGCCGTGCCCCTGGAGGTGGAG 

ArgLeuAlaLysGluValMetGloaEJL^slTyrProLeuAlaValProLeuGluValGlu 

2480 2500 
• • • • 

GTGGGGATAGGGGAGGACTGGCTCTCDGCCAAGGAGTGATACCACC 

ValGlylleGlyGluAspTrpLeaaSeraiaLysGluEnd 
821 832 
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